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(54) Method for genomic typing of the Minor Hlstocomptablllty Antigen HA-1 . 



(57) The present invention provides a method for 
genomic typing of alleles of the Minor Histocompatibility 
Antigen HA-1 in a sample, with said method comprising: 
a) contacting the genomic polynucleic acids in the sam- 
ple with at least one pair of primers, whereby the 5'- 
and/or the 3'-primer of said at least one pair of primers 
specifically hybridize to target regions comprising poly- 
morphic nucleotides in said alleles, and performing an 
amplification reaction; b) for each of said at least one 
pair of primers detecting whether or not in step a) an 
amplification product is formed; c) inferring from the 
result of step b) which HA-1 allele is present in said 
sample. The present invention also provides a method 
for genomic typing of alleles of the Minor Histocompati- 
bility Antigen HA-1 in a sample, with said method com- 
prising: a) amplifying a fragment of said alleles, with 
said fragment comprising at least one polymorphic 
nucleotide, by use of at least one pair of primers specif- 
ically hybridizing to conserved target regions in said 
alleles; b) hybridizing the amplified product of step a) to 
at least one probe specifically hybridizing to a target 
region comprising one or more polymorphic nucleotides 
in said allele; c) inferring from the result of step b) wich 
HA-1 allele is present in said sample. In addition, the 
present invention provides primers and probes for use 
in the above-mentioned methods. Diagnostic kits ena- 
bling said methods are also provided. 



Fig.l : Sequences encoding the HA-1 antigen locus 
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Description 

BACKGROUND OF THE INVENTION 

s [0001 ] Bone Marrow Transplantation (BMT) is the present treatment for hematological malignancies. One of the major 
drawbacks of allogeneic BMT is Graft versus Host Disease (GvHD). In recipients of allogeneic HLA genotypically iden- 
tical BMT, GvHD occurs in 15-35% of all cases, depending on the age of the recipient and the amount of T-cell depletion 
of the graft. The development of GvHD in recipients of HLA identical BM grafts reflects the role of mHag in BMT. Dis- 
parities for mHag between BM donor and recipient can evoke strong Major Histocompatibility Complex (MHC) restricted 

10 cytotoxic and proliferative T-cells responses, which can be measured in vitro (Goulmy 1997). Human mHags showed 
variable phenotype frequencies in the population and they are inherited in a Mendelian fashion independent of HLA 
(reviewed in Goulmy 1997). Recently, the chemical nature of the first series of murine and human mHags were identi- 
fied (Goulmy 1996). It became clear that mHags are naturally processed fragments of intracellular proteins that asso- 
ciate with MHC molecules. With regard to the human mHags two H-Y mHags were identified as peptides from the 

15 SMCY protein (Wang 1995, Meadows 1997), the non-Y linked HA-2 antigen consists of nine residues and is most prob- 
ably encoded by an as yet unidentified member of the non-filament forming class I myosin family (den Haan 1995). The 
human genes encoding mHags- with exception of the gene encoding the male specific mHags SMCY-have not been 
identified, yet. With the identification of HA-1, the first human autosomal mH gene was recognized (den Haan 1998). 
The mHag HA-1 was found to be a nonapeptide with the amino acid residues VLHDDLLEA, derived from an allele of 

20 the partially sequenced KIAA0223 cDNA (GENBANK Acc. No. D86976). The HA-1 allelic counterpart found in the data 
base, VLRDDLLEA, differs in one amino acid, i.e. R, from HA-1 antigen (den Haan 1998). Based on the KIAA0223 
cDNA information, we subsequently designed HA-1 allele specific primers for RT-PCR. The amplification products cor- 
related exactly with the HA-1 phenotype determined by HA-1 specific cytotoxic T-cells. Exploring the allele specific prim- 
ers on genomic DNA however failed. Isolation and sequencing of cosmid DNA encoding the HA-1 sequence identified 

25 an intron present in the middle of the HA-1 coding sequence. 

DETAILED DESCRIPTION OF THE INVENTION 

[0002] It is an aim of the present invention to provide a method for genomic typing of the Minor Histocompatibility Anti- 
30 gen HA-1. Said method may be based on sequence-specific amplification, or on sequence-specific hybridization. It is 
therefore an aim of the present invention to elucidate the genomic structure of the HA-1 locus. It is an aim of the inven- 
tion to provide primers and probes enabling said method for genomic typing. It is also an aim to provide kits enabling 
said method for genomic typing. 

[0003] According to one embodiment the present invention relates to a method for genomic typing of alleles of the 
35 Minor Histocompatibility Antigen HA-1 in a sample, with said method comprising: 

a) contacting the genomic polynucleic acids in the sample with at least one pair of primers, whereby the 5'- and/or 
the 3'-primer of said at least one pair of primers specifically hybridize to target regions comprising polymorphic 
nucleotides in said alleles, and performing an amplification reaction; 
40 b) for each of said at least one pair of primers detecting whether or not in step a) an amplification product is formed; 
c) inferring from the result of step b) which HA-1 allele is present in said sample. 

[0004] According to a preferred embodiment, the present invention relates to a method as described above, further 
characterized in that said alleles of the Minor Histocompatibility Antigen HA-1 are the H allele and the R allele (den 
45 Haan etal., 1998). 

[0005] A method for typing of the HA-1 antigen by RT-PCR has been disclosed (den Haan et al., 1998). However, the 
present invention teaches that, unexpectedly, the primers used in the RT-PCR method, do not lead to amplification of a 
specific polynucleic acid fragment when genomic DNA is used as a template. To solve this problem, the present inven- 
tion discloses the genomic structure of the HA-1 locus. As explained in Example 2, analysis of the genomic structure 
so shows that the HA-1 peptide is encoded by two exons (figure 1 ). A splice donor site is located four nucleotides after the 
polymorphic codon in the HA-1 coding sequence. Therefore, setting up a method for genomic typing of the HA-1 anti- 
gen requires sequence information of the intron interrupting the HA-1 coding sequence. This sequence information is 
provided by the present invention and is shown below as SEQ ID NO 1 . 

55 
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gtg aga gcc acg ggg aca ccg agg cct ggg tgg aag aca gag cca gac cca agg gag gat gga ggg agg 
gac ttg ggg agg etc aga agg gag gga ggc tea gat ggc agg gag ggc tgt gtg gaa gag gcc atg aca get 
aag get ctg agg gat gtg tag gag ttt ggt ggg gga gtc cct gag cgt aca ctg get caa gag ggt gcc cac ttt 
att ttt ttt aaa gga tct gat ggc aat tag gag gga aag gca gag gaa atg tec cat gca cag get cag aaa cac 
gga aac aga gaa tgc att tgg ggg cca agg tgt ggg gtg ccg ctg gtg tag g# gaa ggc atg aca acg cca 
ggc aga agg gca at SEQ ID NO 1 



[0006] This sequence represents part of the interrupting intron (indicated as intron a in figure 1), the first nucleotide 
75 of this sequence being the first nucleotide of intron a. The present invention thus also relates to an isolated polynucleic 
acid identified by SEQ ID NO 1 , or an isolated polynucleic acid displaying at least 80%, or at least 90%, or at least 95%, 
or at least 99% sequence homology to SEQ ID NO 1 , or any fragment of said polynucleic acids that can be used as a 
primer or as a probe. 

[0007] Sequence information corresponding to another part of intron a, more particularly the part which is situated in 
20 front of exon b (figure 1 ) has been disclosed in the EMBL database under accession number AC0041 51 . However, this 
sequence is not suitable for the design of primers for the above-mentioned method, since the length of the amplified 
fragment would lower the efficacy of the amplification reaction. 

[0008] For detection of the amplification product mentioned in step b above, different methods known in the art, may 
be used. One method consists of subjecting the mixture obtained after the amplification reaction to gel electrophoresis 
25 and visually detecting the amplification product after nucleic acid staining. Alternatively, the amplification produet may 
be labeled, for instance by using labeled primers, and may be captured on a solid support, for instance by hybridization, 
and maybe detected on the solid support. It is clear, however, that other detection methods are also within the scope of 
the present invention. 

[0009] According to a more preferred embodiment, the present invention relates to a method as indicated above, fur- 
30 ther characterized in that: 

said at least one pair of primers comprises a S'-primer that specifically hybridizes to a target region comprising the 
nucleotides at position 4 or at positions 4 and 8 in the HA-1 allele, or 

said at least one pair of primers comprises a 3'-primer that specifically hybridizes to a target region comprising the 
35 nucleotides at position 8 or at positions 4 and 8 in the HA-1 allele, with said positions being indicated in figure 1 . 

[0010] According to an even more preferred embodiment, the present invention relates to a method as indicated 
above, further characterized in that: 

40 said S'-primer is combined with a 3'-primer specifically hybridizing to a target region in intron a, and/or 
said 3 -primer is combined with a S'-primer specifically hybridizing to a target region in exon a, 
with intron a and exon a being indicated in figure 1 . 

[001 1 ] According to this embodiment, said target region in intron a is ideally located in the sequence identified by SEQ 
45 ID NO 1, as explained above. Also the target region of said 3'-primer that is combined with a S'-primer specifically 
hybridizing to a target region in exon a, will necessarily overlap with the sequence identified by SEQ ID N0 1 . 
[0012] According to an even more preferred embodiment, the present invention relates to a method as indicated 
above, further characterized in that the primers are chosen from Table 1 : 

50 
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Name 


Sequence (5* to 3') 


SEQIDNO 


Setl 






C-forward 


GTGCTGCCTCCTGGACACTG 


2 


H-reverse 


TGGCTCTCACCGTCATGCAG 


3 


R-reverse 


TGGCTCTCACCGTCACGCAA 


4 


Set 2 






C-reverse 


GCATTCTCTGTTTCCGTGTT 


5 


H- forward 


CTTAAGGAGTGTGTGCTGCA 


6 


R-forward 


CTTAAGGAGTGTGTGTTGCG 


7 



20 

Table 1 Sequence of the primers used for genomic typing of HA-1 alleles by sequence-specific 
amplification, 

25 



[0013] Set 1 consists of a common 5'-primer (forward) and two different 3'-primers (reverse), one for the H allele and 
one for the R allele. The target region of the common 5'-primer is located in exon 

30 [001 4] a. The target region of the 3'-primers comprises the polymorphic nucleotides at positions 4 and 8 in the HA-1 
coding sequence (figure 1) and partly overlaps with the sequence identified by SEQ ID NO 1 . Set 2 consists of a com- 
mon 3'-primer and two different S'-primers. The target region of the common primer is located in the sequence identified 
by SEQ ID NO 1, whereas the target regions of the 5' -primers are located in exon a and comprise the polymorphic 
nucleotides at positions 4 and 8. Example 3 shows a genomic typing experiment making use of these primer sets. 

35 [001 5] According to another preferred embodiment, the present invention relates to a diagnostic kit for genomic typing 
of alleles of the Minor Histocompatibility Antigen HA-1 according to any of the methods indicated above, with said kit 
comprising: 



a) at least one primer according to any of the methods indicated above; 
40 b) optionally, an enzyme and/or reagents enabling the amplification reaction; 
c) optionally, means enabling detection of the amplified products. 



[0016] According to another preferred embodiment, the present invention relates to a method for genomic typing of 
alleles of the Minor Histocompatibility Antigen HA-1 in a sample, with said method comprising: 

45 

a) amplifying a fragment of said alleles, with said fragment comprising at least one polymorphic nucleotide, by use 
of at least one pair of primers specifically hybridizing to conserved target regions in said alleles; 

b) hybridizing the amplified product of step a) to at least one probe specifically hybridizing to a target region com- 
prising one or more polymorphic nucleotides in said allele; 

so c) inferring from the result of step b) which HA-1 allele is present in said sample. 

[001 7] According to a more pef erred embodiment, the present invention relates to a method as indicated above, fur- 
ther characterized in that said alleles of the Minor Histocompatibility Antigen HA-1 are the H allele and the R allele. 
[0018] According to an even more preferred embodiment, the present invention relates to a method as indicated 
55 above, further characterized in that said at least one pair of primers comprises a S'-primer specifically hybridizing to a 
conserved target region in exon a and/or a 3'-primer specifically hybridizing to a conserved target region in irrtron a, with 
exon a and intron a being indicated in figure 1 . 

[001 9] Ideally, the target region of said 3'-primer is located in the sequence identified as SEQ ID NO 1 . 
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[0020] Obviously, the target region of said 3'-primer may also be located downstream of this sequence, i.e. in intron 
a, intron b, exon b, or even downstream of exon b, but the efficacy of the amplification reaction is likely to be lower as 
the amplified fragment becomes longer. 

[0021] According to an even more preferred embodiment, the present invention relates to a method as indicated 
5 above, further characterized in that said at least one probe specifically hybridizes to a target region comprising the 
nucleotides at position 4 and/or 8 in the HA-1 allele, with said positions being indicated in figure 1 . 
[0022] According to an even more preferred embodiment, the present invention relates to a method as indicated 
above, further characterized in that said primers and/or said probes are chosen from Table 2. 



Name 


Sequence (5' to 3') 


SEQIDNO 


Primers 






5P1 (= C-forward) 


GTGCTGCCTCCTGGACACTG 


2 


3P1 


GCTGTCATGGCCTCTTCCAC 


8 


3P2 


GCATTCTCTGTTTCCGTGTT 


9 


3P3 


GGCAGAGAGCCCTCGCAGCC 


10 


Probes 






HAl-Rl(l) 


TGTGTGTTGCGTGACGGTG 


11 


HA1-R1(2) 


TGTGTGTTGCGTGACGGT 


12 


HA1-R1(3) 


GTGTGTTGCGTGACGGTG 


13 


HAl-Hl(l) 


TGTGTGCTGCATGACGGTG 


14 


HA1-H1(2) 


TGTGTGCTGCATGACGGT 


15 


HA1-H1(3) 


GTGTGCTGCATGACGGTG 


16 



35 — 

Table 2 Sequence of the primers and probes used for genomic typing of alleles by 
amplification and sequence-specific hybridization 

40 



[0023] Primers 3P1 and 3P2 specifically hybridize to target regions in SEQ ID NO 1 . The target region of primer 3P3 
is located downstream of exon b. The probes of Table 2 all specifically hybridize to target regions overlapping with the 

45 exon a-intron a boundary. The probes with SEQ ID NO 1 1 to 16 have been optimized to function in combination at the 
same conditions in a Li PA assay (see below). The skilled man will recognize that the probes and primers with SEQ ID 
NO 2 to 16 may be adapted by addition or deletion of one or more nucleotides at their extremities. Such adaptations 
may be required if the conditions of amplification or hybridization are changed, or if the amplified material is RNA 
instead of DNA, as is the case in the NASBA system. Different techniques can be applied to perform the sequence-spe- 

so erf ic hybridization methods of the present invention. These techniques may comprise immobilizing the amplified HA-1 
poly nucleic acids on a solid support and performing hybridization with labelled oligonucleotide probes. Genomic poly- 
nucleic acids may also be immobilized on a solid support without prior amplification and subjected to hybridization. 
Alternatively, the probes may be immobilized on a solid support and hybridization may be performed with labelled HA- 
1 polynucleic acids, preferably after amplification. This technique is called reverse hybridization. A convenient reverse 

55 hybridization technique is the line probe assay (Li PA). This assay uses oligonucleotide probes immobilized as parallel 
lines on a solid support strip (Stuyver et al., 1993). It is to be understood that any other technique for genomic typing of 
HA-1 alleles is also covered by the present invention. 

[0024] It is dear that the present invention also relates to any of the primers with SEQ ID NO 2 to 1 0 and to any of the 
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probes with SEQ ID NO 1 1 to 16, with said primers and said probes being for use in a method for genomic typing of 
alleles of the Minor Histocompatibility Antigen HA-1. 

[0025] According to another preferred embodiment, the present invention relates to a diagnostic kit for genomic typing 
of alleles of the Minor Histocompatibility Antigen HA-1 according to any of the sequence-specific hybridization methods 
s indicated above, with said kit comprising: 

a) at least one primer according to any of the methods indicated above; 

b) at least one probe according to any of the methods indicated above; 

c) optionally, an enzyme and/or reagents enabling the amplification reaction, and/or reagents enabling the hybridi- 
io zation reaction. 

DEFINITIONS 

[0026] The following definitions and explanations will permit a better understanding of the present invention. 
is [0027] The target material in the samples to be analysed will be genomic DNA or amplified versions thereof. These 
molecules are in this application also termed "polynucleic acids". 

[0028] Well-known extraction and purification procedures are available for the isolation of RNA or DNA from a sample 
(e.g. in Sambrooket al.,1989). 

[0029] A "polymorphic nucleotide" refers to a nucleotide of the sequence of a given HA-1 allele that differs from at 
20 least one of the nucleotides that are found at the corresponding position in other HA-1 alleles. 

[0030] The term "typing" of an HA-1 allele refers to identification of the allele, i.e. detection of the allele and discrimi- 
nation of the allele from other HA-1 alleles. 

[0031] The term "probe" according to the present invention refers to a single-stranded oligonucleotide which is 
designed to specifically hybridize to HA-1 polynucleic acids. Preferably, the probes of the invention are about 5 to 50 
25 nucleotides long, more preferably from about 10 to 30 nucleotides. Particularly preferred lengths of probes include 10, 
11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29 or 30 nucleotides. The nucleotides as used in 
the present invention may be ribonucleotides, deoxyribonucleotides and modified nucleotides such as inosine or nucle- 
otides containing modified groups which do not essentially alter their hybridization characteristics. 
[0032] The term "primer" refers to a single stranded oligonucleotide sequence capable of acting as a point of initiation 
30 for synthesis of a primer extension product which is complementary to the nucleic acid strand to be copied. The length 
and the sequence of the primer must be such that they allow to prime the synthesis of the extension products. Prefer- 
ably the primer is about 5-50 nucleotides long. Specific length and sequence will depend on the complexity of the 
required DNA or RNA targets, as well as on the conditions at which the primer is used, such as temperature and ionic 
strength. It is to be understood that the primers of the present invention may be used as probes and wee versa, pro- 
ds vided that the experimental conditions are adapted. 

[0033] The expression "suitable primer pair" in this invention refers to a pair of primers allowing specific amplification 
of a HA-1 polynucleic acid fragment. 

[0034] The term "target region" of a probe or a primer according to the present invention is a sequence within the HA- 
1 polynucleic acids to which the probe or the primer is completely complementary or partially complementary (i.e. with 
40 some degree of mismatch). It is to be understood that the complement of said target sequence is also a suitable target 
sequence in some cases. 

[0035] "Specific hybridization" of a probe to a target region of the HA-1 polynucleic acids means that said probe forms 
a duplex with part of this region or with the entire region under the experimental conditions used, and that under those 
conditions said probe does not form a duplex with other regions of the polynucleic acids present in the sample to be 
45 analysed. 

[0036] "Specific hybridization" of a primer to a target region of the HA-1 polynucleic acids means that, during the 
amplification step, said primer forms a duplex with part of this region or with the entire region under the experimental 
conditions used, and that under those conditions said primer does not form a duplex with other regions of the polynu- 
cleic acids present in the sample to be analysed. It is to be understood that "duplex" as used hereby, means a duplex 

so that will lead to specific amplification. 

[0037] "Specific amplification" of a fragment of the HA-1 polynucleic acids means amplification of the fragment for 
which the primers were designed, and not of any other fragment of the polynucleic acids present in a sample. 
[0038] The fact that amplification primers do not have to match exactly with the corresponding target sequence in the 
template to warrant proper amplification is amply documented in the literature (Kwok et al., 1990). However, when the 

55 primers are not completely complementary to their target sequence, it should be taken into account that the amplified 
fragments will have the sequence of the primers and not of the target sequence. Primers may be labelled with a label 
of choice (e.g. biotine). The amplification method used can be either polymerase chain reaction (PCR; Saiki et al., 
1988), ligase chain reaction (LCR; Landgren et al, 1988; Wu & Wallace, 1989; Barany, 1991), nucleic acid sequence- 
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based amplification (NASBA; Guatelli et al, 1990; Compton, 1991), transcription-based amplification system (TAS; 
Kwoh et al, 1989), strand displacement amplification (SDA; Duck, 1990) or amplification by means of Qp replicase 
(Lomeli et al., 1989) or any other suitable method to amplify nucleic acid molecules known in the art. Probe and primer 
sequences are represented throughout the specification as single stranded DNA oligonucleotides from the 5' to the 3' 
5 end. It is obvious to the man skilled in the art that any of the below-specified probes can be used as such, or in their 
complementary form, or in their RNA form (wherein T is replaced by U). 

[0039] The probes according to the invention can be prepared by cloning of recombinant plasmids containing inserts 
including the corresponding nucleotide sequences, if need be by excision of the latter from the cloned plasmids by use 
of the adequate nucleases and recovering them, e.g. by fractionation according to molecular weight. The probes 
10 according to the present invention can also be synthesized chemically, for instance by the conventional phospho-triester 
method. 

[0040] The oligonucleotides used as primers or probes may also comprise nucleotide analogues such as phospho- 
rothiates (Matsukura et al, 1987), alkylphosphorothiates (Miller et al., 1979) or peptide nucleic acids (Nielsen et al., 
1991 ; Nielsen et al., 1993) or may contain intercalating agents (Asseline et al., 1984). As most other variations or mod- 

15 if ications introduced into the original DNA sequences of the invention these variations will necessitate adaptions with 
respect to the conditions under which the oligonucleotide should be used to obtain the required specificity and sensitiv- 
ity. However the eventual results of hybridization will be essentially the same as those obtained with the unmodified oli- 
gonucleotides. The introduction of these modifications may be advantageous in order to positively influence 
characteristics such as hybridization kinetics, reversibility of the hybrid -formation, biological stability of the oligonucle- 

20 otide molecules, etc. 

[0041] The term "solid support" can refer to any substrate to which an oligonucleotide probe can be coupled, provided 
that it retains its hybridization characteristics and provided that the background level of hybridization remains low. Usu- 
ally the solid substrate will be a microtiter plate, a membrane (e.g. nylon or nitrocellulose) or a microsphere (bead) or a 
chip. Prior to application to the membrane or fixation it may be convenient to modify the nucleic acid probe in order to 
25 facilitate fixation or improve the hybridization efficiency. Such modifications may encompass homopolymer tailing, cou- 
pling with different reactive groups such as aliphatic groups, NH 2 groups, SH groups, carboxylic groups, or coupling with 
biotin, haptens or proteins. 

[0042] The term labelled" refers to the use of labelled nucleic acids. Labelling may be carried out by the use of 
labelled nucleotides incorporated during the polymerase step of the amplification such as illustrated by Saiki et al. 
30 (1 988) or Bej et al. (1 990) or labelled primers, or by any other method known to the person skilled in the art. The nature 
of the label may be isotopic ( 32 P, 35 S, etc.) or non-isotopic (biotin, digoxigenin, etc.). 

[0043] The "biological sample" may be for instance Wood, mouth swab or any other sample comprising genomic DNA. 
[0044] For designing probes with desired characteristics, the following useful guidelines known to the person skilled 
in the art can be applied. 

35 [0045] Because the extent and specificity of hybridization reactions such as those described herein are affected by a 
number of factors, manipulation of one or more of those factors will determine the exact sensitivity and specificity of a 
particular probe, whether perfectly complementary to its target or not. The importance and effect of various assay con- 
ditions are explained further herein. 

[0046] **The stability of the [probe : target] nucleic acid hybrid should be chosen to be compatible with the assay con- 

40 ditions. This may be accomplished by avoiding long AT-rich sequences, by terminating the hybrids with G:C base pairs, 
and by designing the probe with an appropriate Tm. The beginning and end points of the probe should be chosen so 
that the length and %GC result in a Tm about 2-1 0°C higher than the temperature at which the final assay will be per- 
formed. The base composition of the probe is significant because G-C base pairs exhibit greater thermal stability as 
compared to A-T base pairs due to additional hydrogen bonding. Thus, hybridization involving complementary nucleic 

45 acids of higher G-C content will be more stable at higher temperatures. 

[0047] "Conditions such as ionic strength and incubation temperature under which a probe will be used should also 
be taken into account when designing a probe. It is known that the degree of hybridization will increase as the ionic 
strength of the reaction mixture increases, and that the thermal stability of the hybrids will increase with increasing ionic 
strength. On the other hand, chemical reagents, such as formamide, urea, DMSO and alcohols, which disrupt hydrogen 

so bonds, will increase the stringency of hybridization. Destabilization of the hydrogen bonds by such reagents can greatly 
reduce the Tm. In general, optimal hybridization for synthetic oligonucleotide probes of about 10-50 bases in length 
occurs approximately 5°C below the melting temperature for a given duplex. Incubation at temperatures below the opti- 
mum may allow mismatched base sequences to hybridize and can therefore result in reduced specificity. 
[0048] "ft is desirable to have probes which hybridize only under conditions of high stringency. Under high stringency 

55 conditions only highly complementary nucleic acid hybrids will form; hybrids without a sufficient degree of complemen- 
tarity will not form. Accordingly, the stringency of the assay conditions determines the amount of complementarity 
needed between two nucleic acid strands forming a hybrid. The degree of stringency is chosen such as to maximize the 
difference in stability between the hybrid formed with the target and the non-target nucleic acid. 
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[0049] "Regions in the target DNA or RNA which are known to form strong internal structures inhibitory to hybridiza- 
tion are less preferred. Likewise, probes with extensive self-complementarity should be avoided. As explained above, 
hybridization is the association of two single strands of complementary nucleic acids to form a hydrogen bonded double 
strand. It is implicit that if one of the two strands is wholly or partially involved in a hybrid that it will be less able to par- 
ticipate in formation of a new hybrid. There can be intramolecular and intermolecular hybrids formed within the mole- 
cules of one type of probe if there is sufficient self complementarity. Such structures can be avoided through careful 
probe design. By designing a probe so that a substantial portion of the sequence of interest is single stranded, the rate 
and extent of hybridization may be greatly increased. Computer programs are available to search for this type of inter- 
acton. However, in certain instances, it may not be possible to avoid this type of interaction. 
[0050] "Standard hybridization and wash conditions are disclosed in the Materials & Methods section of the Exam- 
ples. Other conditions are for instance 3X SSC (Sodium Saline Citrate), 20% deionized FA (Formamide) at 50°C. Other 
solutions (SSPE (Sodium saline phosphate EDTA), TMAC (Tetramethyl ammonium Chloride), etc.) and temperatures 
can also be used provided that the specificity and sensitivity of the probes is maintained. When needed, slight modifi- 
cations of the probes in length or in sequence have to be carried out to maintain the specificity and sensitivity required 
under the given circumstances. 

[0051] The term "hybridization buffer" means a buffer allowing a hybridization reaction between the probes and the 
polynucleic acids present in the sample, or the amplified products, under the appropriate stringency conditions. 
[0052] The term "wash solution" means a solution enabling washing of the hybrids formed under the appropriate strin- 
gency conditions. 

FIGURE AND TABLE LEGENDS 

Table 1 

[0053] Sequence of the primers used for genomic typing of HA-1 alleles by sequence-specific amplification. 

[0054] Sequence of the primers and probes used for genomic typing of HA-1 alleles by amplification and sequence- 
specific hybridization. 

Table 3 

[0055] Cellular and genomic typing for HA-1 in three HLA-A*0201 positive families. 
Figure 1 

[0056] Sequences and genomic structure of the HA-1 locus. Figure 1a, coding sequences of the H and R alleles of 
HA-1 . Bold characters indicate the polymorphic nucleotides. Figure 1b, exon-intron boundaries of the HA-1 locus. Exon 
sequences are shown in uppercase, intron sequences in lowercase. 

Fi gure 2 

[0057] Genomic typing of HA-1 alleles in clinical samples. Genomic typing was performed by sequence-specific 
amplification, by use of the two primer sets of Table 1 . The two upper fragments in the gel originate from the H-allele, 
the two lower fragments from the R-allele. 

EXAMPLES 

Example 1. Materials and Methods 

Cell culture and isolation of genomic DNA: 

[0058] Genomic DNA was isolated from frozen peripheral blood lymphocytes (PBL) with the High Pure Template Puri- 
fication Kit from Boebringer Mannheim according to the manufacturers description. EBV-transformed LCLs cells were 
cultured in RPM 1-1640 containing 3mM L-glutamine and 10% FCS. For DNA isolation the cells were harvested, washed 
twice with phosphate buffered saline (PBS), resuspended in 200 \i\ and kept at -20C until use. For each DNA isolation 
2x1 0 6 cells were used. 
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Genomic PCR: 

[0059] For each PCR reaction 100-200 ng of genomic DNA were used. Amplifications were performed with 20 pmol 
of each primer in 100 ^ of 10mM Tris/HCI (pH8.4) buffer, containing 50mM KCI, 4mM MgQ2, 0.06mg/ml BSA, 0.5 mM 
5 dNTP's and 2.5 units Taq polymerase (Roche Molecular Systems, Brancheburg, New Jersey). Ail reactions started with 
a denaturation step of 5 min. at 95°C. The cycling conditions for all primer combinations were 95°C for 1 min. and 65°C 
for 1 min. for ten cycles. Followed by 20 cydes at 95°C for 1 min., 62°C for 1 min. , 72°C for 1 min., and an extension of 
the last step for 5 min. at 72°C. 

io Isolation of cosmid DNA: 

[0060] For the large scale isolation of cosmid DNA, 1 1 of LB-medium (20^g/ml Ampicillin) was inocculated and grown 
overnight at 37°C with vigorous shaking (300rpm). The cosmid DNA was isolated by using the low-copy number plas- 
mid isolation protocol of the Quiagen Plasmid Purification Kit according to the manufacturers description. This isolation 
is method yielded on average in 500 ^g of purified cosmid DNA. 

Sequencing of cosmid DNA: 

[0061] For each sequencing reaction, 10^g of cosmid DNA. The sequencing reactions were performed with the T7 
20 Sequencing kit (Pharmacia Biotech). 

mHag HA-1 specific CTL: 

[0062] EBV-transformed-LCLs were tested with HA-1 specific CTLs. Reactivity was determine by a 
25 chromium release assay. 51 Cr labelled target cells (3x1 0 3 ) were co-incubated with serial dilutions of 
effector T-cells in 96 well round bottom microtiter plates (Costar 3799). After 4 hours at 37°C cell 
free supernatants were harvested for gamma counting. The percent specific lysis was calculated as follows : 
5 specific lysis = (experimental release-spontanous release)/ (maximal release-spontanous release)x100% . Spon- 
tanous release and maximum release are the chromium release of target cells in culture medium alone and in culture 
30 medium containing 1% Triton-X 100, respectively. 

Example 2 The HA-1 peptide is encoded by two exons 

[0063] For the determination of the genomic structure surrounding the HA-1 peptide a cosmid library derived from 
35 human male PBLs was screened. The 31 2bp cDNA fragment encoding the HA-1 peptide was used as probe for screen- 
ing (den Haan et al., 1998). Three overlapping cosmids were isolated. The cosmid pTCF-HA-1 containing the R-allele 
was partially sequenced. The sequence reaction revealed a splice donor site four nucleotides after the HA-1 polymor- 
phic codon. A splice acceptor site could be identified in front of the second exon coding for the HA-1 peptide (Fig. 1). 
Thus, the HA-1 peptide sequence is encoded by two exons. 

40 

Example 3 AHQls-$pecific PCR Qn gen o mi c DNA 

[0064] For the genomic allele-specif ic typing two different primer sets were designed. Both sets do contain a common 
primer and one specific for either the HA-1 H-allele or R-allele (table 1). The common primer of set 1 is derived from the 

45 exon encoding the first four amino acids of the HA-1 peptide. The H/R primers contain intronic sequences , the splice 
donor site and the allele specific part of the exon sequence. Set 2 consists of a common primer derived from the intron 
identified in pTCF-HA-1 and exon derived primers covering the H- and R-allele. Amplification with primer set 1 resulted 
in a 190bp fragment, primer set 2 gave a 331 bp fragment. Both primer sets showed the expected length of fragments 
and are suitable for genomic typing. Because the primers were chosen in such a way, that they should amplify the DNA 

so under identical PCR conditions, a combination of both primer sets can be used in the same PCR reaction. In this case, 
a third fragment of 535bp was observed due the amplification of the DNA between the two different common primers 
(data not shown). 

Example 4 Family studies 

55 

[0065] The feasibility of genomic typing was carried out on 24 members belonging to three HLA-A*0201 positive fam- 
ilies. The results of the DNA typing was compared with the mHag HA-1 CTL typing (table 3) and showed an exact cor- 
relation. Figure 2 shows the genomic DNA analysis of the HA-1 locus in a representative family. The bone marrow donor 
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(06) and recipient (02) were HLA-identical. The donor was homozygous for the R-allele. The recipient was hetero- 
zygous (H/R) and therefore presenting the HA-1 antigen at the cell surface. This mismatch resulted in GvHD, thus the 
T-cells of the donor reacted against the mHag of the recipient in this familiy the donor and recipient were HLA-identical, 
but they had a mismatch in the HA-1 sequence. The same disparities for HA-1 could be observed in family 2. Again the 

5 donor (07) was homozygous for the R-allel and the patient (02) was heterozygous (H/R), resulting in GvHD. Family 3 
represents the segregation of the HA-1 H-allele in three generations in an healthy family. The H-allele is derived from 
the grandfather (01) and is inherited by two generations. The grandmother (00) although HLA-A*0201 positive is 
homozygous for the R-allele. Their children (03, 04, and 05) are all heterozygous for the HA-1 locus. The child 04 mar- 
ried individual 34 who is HLA-A*0201 positive, but homozygous for the R-allele. From their offspring, only 84 inherited 

70 the HA-1 H-ailele from the grandfather. The other grandchildren (82, 83 and 85) are HA-1 R homozygous. 



Table 3 



75 


Cellular and genomic typing for HA- 1 in 
three HLA-A*0201 positive families 




Familyl 


CML analysis 


PCR analysis 




00 


+ 


H/R 




01 


+ 


H/R 


02* 


+. 


H/R 




03 


- 


R/R 




05 


+ 


H/H 


25 


06* 


- 


R/R 




Family2 








00 


- 


R/R 


30 


01 


+ 


H/R 




02* 


+ 


H/R 




04 


+ 


H/R 




06 


+ 


H/R 


35 


07* 




R/R 




09 




R/R 




10 


+ 


H/R 


40 


Family3 








00 




R/R 




01 


+ 


H/R 
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+ 


H/R 


45 
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+ 


H/R 
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+ 


H/R 
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R/R 


50 


82 




R/R , 




83 




R/R 




84 


+ 


H/R 




85 




R/R 
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Example 5 Typing of HA-1 alleles bv the LiPA method 

[0066] The following method for typing of the HA-1 alleles H and R in a sample, is based on the LiPA technology (Stuy- 
ver et al. 1 993). For each PCR reaction 1 00-200 ng of genomic DNA is used. Amplifications are performed with 20 pmol 

s of each primer in 100 \x\ of 10mM Tris/HCI (pH8.4) buffer, containing 50mM KCI, 4mM MgCI2, 0.06mg/ml BSA, 0.5 mM 
dNTP's and 2.5 units Taq polymerase (Roche Molecular Systems, Brancheburg, New Jersey). All reactions start with a 
denaturation step of 5 min. at 95°C. The cycling conditions for all primer combinations are 95°C for 1 min. and 65°C for 
1 min. for ten cycles. Followed by 20 cycles at 95°C for 1 min., 62°C for 1 min. , 72°C for 1 min., and an extension of the 
last step for 5 min. at 72°C. The HA-1 alleles are subsequently typed by a reverse hybridization step to oligonucleotide 

10 probes that are immobilized on a nitro-cellulose strip. Probes specifically hybridizing to the R-allele are for instance 
HA1-R1(1) (SEQ ID NO 11), HA1-R1(2) (SEQ ID NO 12) and HA1-R1(3) (SEQ ID NO 13). Probes specif ically hybrid- 
izing to the H-allele are for instance HA1-H1(1) (SEQ ID N0 14), HA1-H1(2) (SEQ ID NO 15) and HA1-H1(3) (SEQ ID 
NO 16). The hybridization is performed in 5x SSPE, 0.5% SDS at 56°C for 30 min. A stringent washing step is carried 
out in 2x SSPE, 0.1% SDS at 56°C for 10 min. 

75 
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SEQUENCE LISTING 



5 (1) GENERAL INFORMATION: 

(i) APPLICANT: 

(A) NAME: Innogenetics N.V. 

(B) STREET: Industriepark 2wijnaarde 7, box 4 

(C) CITY: Ghent 

(E) COUNTRY: Belgium 

W IF) POSTAL CODE (ZIP): B-9052 

(G) TELEPHONE : 00 32 9 241 07 11 

(K) TELEFAX: 00 32 9 241 07 99 

(iil TITLE OF INVENTION: Method for genomic typing of the Minor 
Histocompatibility Antigen HA-1. 

15 (iii) NUMBER OF SEQUENCES: 16 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 
<B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS 

go (O) SOFTWARE: Patentln Release #1.0, Version #1.30 (EPO) 

(V) CURRENT APPLICATION DATA: 

APPLICATION NUMBER: EP 98870125.6 

(2) INFORMATION FOR SEQ ID NO: 1: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 377 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEDNESS: single 

(D) TOPOLOGY: linear 



30 



35 



40 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 
GTGAGAGCCA CGGGGACACC GAGGCCTGGG TGGAAGACAG AGCCAGACCC AAGGGAGGAT 60 
GGAGGGAGGG ACTTGGGGAG GCTCAGAAGG GAGGGAGGCT CAGATGGCAG GGAGGGCTGT 120 
GTGGAAGAGG CCATGACAGC TAAGGCTCTG AGGGATGTGT AGGAGTTTGG TGGGGGAGTC 180 
CCTGAGCGTA CACTGGCTCA AGAGGGTGCC CACTTTATTT TTTTTAAAGG ATCTGATGGC 240 
AATTAGGAGG GAAAGGCAGA GGAAATGTCC CATGCACAGG CTCAGAAACA CGGAAACAGA 300 
GAATGCATTT GGGGGCCAAG GTGTGGGGTG CCGCTGGTGT AGGATGAAGG CATGACAACG 360 
CCAGGCAGAA GGGCAAT 377 
(2) INFORMATION FOR SEQ ID NO: 2: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
{iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE : NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 2: 
GTGCTGCCTC CTGGACACTG 
(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 
TGGCTCTCAC CGTCAT GCAG 
(2) INFORMATION FOR SEQ ID NO: 4: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 
TGGCTCTCAC CGTCACGCAA 
(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
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10 



15 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 
GCATTCTCTG TTTCCGTGTT 20 
(2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

I ii) MOLECULE TYPE: DNA (genomic) 
20 (iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 

25 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

CTTAAGGAGT GTGTGCTGCA 20 
(2) INFORMATION FOR SEQ ID NO: 1: 

30 (i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



35 



40 



45 



50 



(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI -SENSE: NO 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 

CTTAAGGAGT GTGTGTTGCG 20 

(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 
(A| LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
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(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 
GCTGTCATGG CCTCTTCCAC 
(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 
(CJ STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 
GCATTCTCTG TTTCCGTGTT 
(2) INFORMATION FOR SEQ ID NO: 10: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 
GGCAGAGAGC CCTCGCAGCC 
(2) INFORMATION FOR SEQ ID NO : 11: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 
TGTGTGTTGC GTGACGGTG 
(2) INFORMATION FOR SEQ ID NO: 12: 

(t) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 
TGTGTGTTGC GTGACGGT 
(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE : nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE; DNA (genomic) 
(iii) HYPOTHETICAL : NO 
(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 
GTGTGTTGCG TGACGGTG 
(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
ID) TOPOLOGY: linear 

(ii) MOLECULE TYPE : DNA (genomic) 

(iii) HYPOTHETICAL: NO 

(iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 
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15 



35 



40 



TGTGTGCTGC ATGACGGTG 19 
(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY; linear 

lii) MOLECULE TYPE: DNA (genomic) 
(iii) HYPOTHETICAL: NO 
liv) ANTI -SENSE: NO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

20 TGTGTGCTGC ATGACGGT 18 

(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS ; 
(A) LENGTH: 18 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
30 (iii) HYPOTHETICAL: NO 

<iv) ANTI-SENSE: NO 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 
GTGTGCTGCA TGACGGTG 18 



45 Claims 

1. Method for genomic typing of alleles of the Minor Histocompatibility Antigen HA-1 in a sample, with said method 
comprising: 

so a) contacting the genomic polynucleic acids in the sample with at least one pair of primers, whereby the 5'- 

and/or the 3'-primer of said at least one pair of primers specifically hybridize to target regions comprising pol- 
ymorphic nucleotides in said alleles, and performing an amplification reaction; 

b) for each of said at least one pair of primers detecting whether or not in step a) an amplification product is 
formed; 

55 c) inferring from the result of step b) which HA-1 allele is present in said sample. 

2. Method according to claim 1 , further characterized in that said alleles of the Minor Histocompatibility Antigen HA-1 
are the H allele and the R allele. 
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3. Method according to any of claims 1 and 2, further characterized in that: 

said at least one pair of primers comprises a S'-primer that specifically hybridizes to a target region comprising 
the nucleotides at position 4 or at positions 4 and 8 in the HA-1 allele, or 

said at least one pair of primers comprises a 3' -primer that specifically hybridizes to a target region comprising 
the nucleotides at position 8 or at positions 4 and 8 in the HA-1 allele, with said positions being indicated in 
figure 1. 

4. Method according to claim 3, further characterized in that: 

said S'-primer is combined with a 3'-primer specifically hybridizing to a target region in intron a, and/or 
said 3*-primer is combined with a 5'-primer specifically hybridizing to a target region in exon a, 
with intron a and exon a being indicated in figure 1 . 

5. Method according to any of claims 1 to 4, further characterized in that the primers are chosen from the following list: 

SEQ ID NO 2, SEQ ID NO 3, SEQ ID NO 4, SEQ ID NO 5, SEQ ID NO 6, SEQ ID NO 7. 

6. Method for genomic typing of alleles of the Minor Histocompatibility Antigen HA-1 in a sample, with said method 
comprising: 

a) amplifying a fragment of said alleles, with said fragment comprising at least one polymorphic nucleotide, by 
use of at least one pair of primers specifically hybridizing to conserved target regions in said alleles; 

b) hybridizing the amplified product of step a) to at least one probe specifically hybridizing to a target region 
comprising one or more polymorphic nucleotides in said allele; 

c) inferring from the result of step b) wich HA-1 allele is present in said sample. 

7. Method according to claim 6, further characterized in that said alleles of the Minor Histocompatibility Antigen HA-1 
are the H allele and the R allele. 

8. Method according to any of claims 6 and 7, further characterized in that said at least one pair of primers comprises 
a 5'-primer specifically hybridizing to a conserved target region in exon a and/or a 3*-primer specifically hybridizing 
to a conserved target region in intron a, with exon a and intron a being indicated in figure 1 . 

9. Method according to any of claims 6 to 8, further characterized in that said at least one probe specifically hybridizes 
to a target region comprising the nucleotides at position 4 and/or 8 in the HA-1 allele, with said positions being indi- 
cated in figure 1 . 

10. Method according to any of claims 6 to 9, further characterized in that: said primers are chosen from the following 
list: 

SEQ ID NO 2, SEQ ID NO 8, SEQ ID NO 9, SEQ ID NO 10. and/or 
said probes are chosen from the following list: 

SEQ ID NO 11, SEQ ID NO 12, SEQ ID NO 13, SEQ ID NO 14, SEQ ID NO 15, SEQ ID NO 16 

1 1 . A primer for use in a method according to any of claims 1 to 1 0 for genomic typing of alleles of the Minor Histocom- 
patibility Antigen HA-1. 

1 2. A probe for use in a method according to any of claims 6 to 1 0 for genomic typing of alleles of the Minor Histocom- 
patibility Antigen HA-1. 

13. An isolated polynucleic acid identified by SEQ ID NO 1, or an isolated polynucleic acid displaying at least 80% 
sequence homology to SEQ ID NO 1 , or any fragment of said polynucleic acids that can be used as a primer or as 
a probe. 

14. A diagnostic kit for genomic typing of alleles of the Minor Histocompatibility Antigen HA-1 according to any of claims 
1 to 5, with said kit comprising: 
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a) at least one primer according to any of claims 1 to 5; 

b) optionally, an enzyme and/or reagents enabling the amplification reaction; 

c) optionally, means enabling detection of the amplified products. 

1 5. A diagnostic kit for genomic typing of alleles of the Minor Histocompatibility Antigen H A- 1 according to any of claims 
6 to 10, with said kit comprising: 

a) at least one primer according to any of claims 6 to 10; 

b) at least one probe according to any of claims 6 to 10; 

c) optionally, an enzyme and/or reagents enabling the amplification reaction, and/or reagents enabling the 
hybridization reaction. 
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